CPT and 20 % glycerol) before data collection on beamline BL41XU (SPring-8, Japan).
All diffraction data were indexed, integrated, scaled, and merged with the program HKL2000 (2). Crystallographic parameters and data collection statistics are shown in Table S1 ..
Small angle X-ray scattering
Small-angle X-ray scattering (SAXS) measurements were carried out at SPring-8 beamline 40B2 of Japan (3). A wavelength of 1.0 Å was used, and the specimen-to-detector distance was 2 m. The condition of data collection was determined to use 1.75 mg/mL of N_AxCesD with an exposure time of 60 s at room 3 temperature. The SAXS data were normalized to the intensity of the incident beam and processed for background subtraction using the standard procedures with the program package PRIMUS (4). The Rg volume and the discrepancies between the calculated and experimental scattering curves were calculated and minimized using the program CRYSOL (5) as described previously (6, 7).
Preparation of axcesD gene deletion mutant strain (DBCD)
An axcesD gene deletion mutant strain of A. xylinum ATCC 23769 was prepared by homologous recombination with the ampicillin resistance gene used as a marker gene. Preparation of a plasmid to delete the axcesD gene was performed according to the procedure reported by Saxena et al. (8) . Deletion of the axcesD gene was confirmed by PCR using SP(bcsD) and AP(bcsD) as a set of specific primers (Tab. S2) and Western-blotting analysis. A band of an amplicon with larger molecular weight than that of native axcesD gene (Fig. S5a, lane 2 ) was observed when a genomic DNA from a candidate of axcesD gene deletion mutant strain was used as a template of the PCR (Fig. S5a, lane 3) , suggesting that an antibiotic-registant gene was inserted into the genomic DNA of the candidate. A protein band corresponding to AxCeSD was not observed in the sample prepared from the candidate of axcesD gene deletion mutant strain (Fig. S5b, lane 3) . From these results, we concluded that the axcesD gene was 
